Key indicators: single-crystal X-ray study; T = 193 K; mean (C-C) = 0.004 Å; R factor = 0.035; wR factor = 0.098; data-to-parameter ratio = 11.8.
Related literature
For related structures and their biological properties, see: Rá dl et al. (2000) ; Andries et al. (2005) ; Alagarsamy et al. (2006) ; Ghorab et al. (2007) ; El-Azab et al. (2010) . For puckering parameters, see: Cremer & Pople (1975) . For determination of the absolute configuration, see: Flack (1983) ; Hooft et al. 
Data collection
Rigaku RAPID II R-AXIS conversion diffractometer Absorption correction: multi-scan (ABSCOR; Higashi, 1995) T min = 0.720, T max = 0.889 15117 measured reflections 2947 independent reflections 2758 reflections with I > 2(I) R int = 0.039 Refinement R[F 2 > 2(F 2 )] = 0.035 wR(F 2 ) = 0.098 S = 1.07 2947 reflections 250 parameters H atoms treated by a mixture of independent and constrained refinement Á max = 0.18 e Å À3 Á min = À0.21 e Å À3 Absolute structure: Flack (1983) , with 1258 Friedel pairs Flack parameter: 0.0 (2) Table 1 Hydrogen-bond geometry (Å , ) .
Cg3 is the centroid of the C16-C21 benzene ring. Quinazolinone derivatives give rise to a large spectrum of biological properties such as analgesic (Rádl et al., 2000) , antitubercular (Andries et al., 2005) , antibacterial (Alagarsamy et al., 2006) , anticancer activities (Ghorab et al., 2007) and anti-convulsant activity (El-Azab et al., 2010) . We report here the crystal structure of the title compound, (I), and its absolute configuration. In the asymmetric unit of (I), the dihydroquinazolin ring adopts a screw-boat conformation with puckering parameters Q, θ, and φ of 0.4408 (18) Å, 64.1 (2)° and 41.9 (3)°, respectively (Cremer & Pople, 1975) . The compound assumes an E configuration about the C═N double bond and its stereogenic C atom has an S configuration (Flack, 1983; Hooft et al., 2008) (Fig. 1) . The amino H atom forms an intramolecular hydrogen bond with a phenolic O atom while the hydrazino N acts as acceptor for the H atom of the other phenolic group. The dihedral angle between the 2-hydroxyphenyl rings is 86.61 (12)°. O-H···N and O-H···O hydrogen bonds and weak C-H···Cg π-ring intermolecular interactions are observed (Table 1 ) forming chains along [110] and [110] showing a corrugated layered structure in the ab plane which contributes to crystal packing stability (Fig. 2) .
Experimental
o-Aminobenzoylhydrazine (0.302 g, 2 mmol) was dissolved in 5 ml ethanol and salicylaldehyde (0.488 g, 4 mmol) was added with thorough shaking. The mixture was heated under reflux during 2 h. On cooling, crystals that separated from the yellow solution were filtered off and recrystallized in methanol. Crystals suitable for X-ray analysis were obtained after 2 d. Yield: 73.5%. Anal. Calc. for [C 21 H 17 , 70.18; H, 4.77; N, 11.69. Found: C, 70.16; H, 4.75; N, 11.71 .
Refinement
All H atoms were located in difference maps. The hydroxyl ones and those attached to the C atoms were then treated as riding in geometrically idealized positions, with O-H = 0.82 (AFIX 147), C-H = 0.93 (aromatic), and 0.98 Å (aliphatic), and with U iso (H) = kU eq (C, O), where k = 1.2, and 1.5 for the O atoms. The amino H atom was freely refined except for the isotropic displacement parameter constrained to U iso (H) = 1.2U eq (N). The Flack parameter was x = 0.0 (2) (Flack, 1983) . Further analysis of the absolute structure in absence of atoms heavier than oxygen was performed using likelihood methods (Hooft et al., 2008) with PLATON (Spek, 2009). A total of 1258 Bijvoet pairs (coverage of 0.94) were included in the calculations. The resulting value of the Hooft parameter was y = -0.10 (8), with a P3 probability for an inverted structure smaller than 0.9 × 10 -43 . These results indicated that the absolute structure has been correctly assigned. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq O1 0.49079 (10) 0.40376 (14) 0.35557 (7) 0.0471 (4) 0.0215 (7) 0.0338 (9) 0.0362 (8) −0.0038 (6) −0.0006 (6) 0.0028 (7) N2 0.0227 (7) 0.0335 (9) 0.0399 (8) −0.0067 (6) −0.0011 (6) −0.0027 (7) N3 0.0384 (9) 0.0357 (9) 0.0374 (8) −0.0059 (7) −0.0025 (7) −0.0016 (7) C1 0.0215 (7) 0.0305 (10) 0.0344 (9) −0.0040 (7) 0.0027 (7) 0.0000 (8) C2
0.0199 (8) 0.0429 (11) 0.0314 (9) −0.0012 (7) −0.0019 (7) 0.0001 (8) (7) 0.0051 (9) C9 0.0164 (7) 0.0310 (9) 0.0370 (9) 0.0018 (6) 0.0015 (7) −0.0023 (8) C10
0.0217 (8) 0.0348 (10) 0.0413 (10) 0.0003 (7) 0.0035 (7) 0.0021 (8) Hydrogen-bond geometry (Å, º) Cg3 is the centroid of which? ring. Symmetry codes: (i) x−1/2, y−1/2, z; (ii) x+1/2, y−1/2, z; (iii) −x+1, y, −z+1/2.
